Binding of androgen-and estrogen-like flavonoids to their cognate (Non)nuclear receptors: A comparison by computational prediction by D&apos et al.
molecules
Article
Binding of Androgen- and Estrogen-Like Flavonoids to
Their Cognate (Non)Nuclear Receptors: A Comparison
by Computational Prediction
Giulia D’Arrigo 1, Eleonora Gianquinto 1, Giulia Rossetti 2,3,4 , Gabriele Cruciani 5, Stefano Lorenzetti 6,*
and Francesca Spyrakis 1,*


Citation: D’Arrigo, G.; Gianquinto,
E.; Rossetti, G.; Cruciani, G.;
Lorenzetti, S.; Spyrakis, F. Binding of
Androgen- and Estrogen-Like
Flavonoids to Their Cognate
(Non)Nuclear Receptors: A
Comparison by Computational
Prediction. Molecules 2021, 26, 1613.
https://doi.org/10.3390/molecules
26061613
Academic Editors: Giosuè Costa and
Maria João Matos
Received: 8 February 2021
Accepted: 10 March 2021
Published: 14 March 2021
Publisher’s Note: MDPI stays neutral
with regard to jurisdictional claims in
published maps and institutional affil-
iations.
Copyright: © 2021 by the authors.
Licensee MDPI, Basel, Switzerland.
This article is an open access article
distributed under the terms and
conditions of the Creative Commons
Attribution (CC BY) license (https://
creativecommons.org/licenses/by/
4.0/).
1 Department of Drug Science and Technology, University of Turin, Via Giuria 9, 10125 Turin, Italy;
giulia.darrigo@unito.it (G.D.); eleonora.gianquinto@unito.it (E.G.)
2 Institute for Neuroscience and Medicine (INM-9) and Institute for Advanced Simulations (IAS-5)
“Computational Biomedicine”, Forschungszentrum Jülich, 52425 Jülich, Germany; g.rossetti@fz-juelich.de
3 Jülich Supercomputing Center (JSC), Forschungszentrum Jülich, 52425 Jülich, Germany
4 Department of Neurology, RWTH, Aachen University, 52074 Aachen, Germany
5 Department of Chemistry, Biology and Biotechnology, University of Perugia, 06123 Perugia, Italy;
gabri@chemiome.chm.unipg.it
6 Istituto Superiore di Sanità (ISS), Department of Food Safety, Nutrition and Veterinary Public Health,
Viale Regina Elena 299, 00161 Rome, Italy
* Correspondence: stefano.lorenzetti@iss.it (S.L.); francesca.spyrakis@unito.it (F.S.)
Abstract: Flavonoids are plant bioactives that are recognized as hormone-like polyphenols because of
their similarity to the endogenous sex steroids 17β-estradiol and testosterone, and to their estrogen-
and androgen-like activity. Most efforts to verify flavonoid binding to nuclear receptors (NRs) and
explain their action have been focused on ERα, while less attention has been paid to other nuclear
and non-nuclear membrane androgen and estrogen receptors. Here, we investigate six flavonoids
(apigenin, genistein, luteolin, naringenin, quercetin, and resveratrol) that are widely present in fruits
and vegetables, and often used as replacement therapy in menopause. We performed comparative
computational docking simulations to predict their capability of binding nuclear receptors ERα, ERβ,
ERRβ, ERRγ, androgen receptor (AR), and its variant ART877A and membrane receptors for andro-
gens, i.e., ZIP9, GPRC6A, OXER1, TRPM8, and estrogens, i.e., G Protein-Coupled Estrogen Receptor
(GPER). In agreement with data reported in literature, our results suggest that these flavonoids
show a relevant degree of complementarity with both estrogen and androgen NR binding sites,
likely triggering genomic-mediated effects. It is noteworthy that reliable protein–ligand complexes
and estimated interaction energies were also obtained for some suggested estrogen and androgen
membrane receptors, indicating that flavonoids could also exert non-genomic actions. Further in-
vestigations are needed to clarify flavonoid multiple genomic and non-genomic effects. Caution in
their administration could be necessary, until the safe assumption of these natural molecules that are
largely present in food is assured.
Keywords: molecular docking; androgens; estrogens; flavonoids; nuclear receptors; G protein-
coupled receptors; genomic action; non-genomic action
1. Introduction
Androgens and estrogens are sex steroid hormones typically having two modes of
action: a transcriptionally-mediated genomic action and a non-genomic one. The first
one is based on the interaction with a specific NR, a dual function protein that is able to
translocate within the nucleus, where it acts as a transcription factor. The second occurs
through the recognition of plasma membrane specific proteins, acting as extra-nuclear or
non-nuclear steroid mediators [1]. Overall, the interaction of androgens and estrogens with
their cognate receptors has been demonstrated by either direct binding or indirectly by
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the activation of downstream effectors of the androgen- or estrogen-regulated signaling
pathways [2,3].
1.1. Receptors Mediating the Androgenic and Estrogenic Effects
Molecular mediators of the androgenic action are a NR known as androgen receptor
(AR), and different plasma membrane receptors, including the zinc transporter member
9 (ZIP9), the G protein-coupled receptor family C group 6 member A (GPRC6A), the
oxoeicosanoid receptor 1 (OXER1), and the calcium channel transient receptor potential
melastatin 8 (TRPM8) [4]. Molecular mediators of the estrogenic action include different
NRs, such as the estrogen receptors alpha and beta (ERα and ERβ), the estrogen-related
receptors alpha, beta and gamma (ERRα, ERRβ and ERRγ), and a G Protein-Coupled
Estrogen Receptor (GPER), which is also known as GPR30. Hereafter, we provide a brief
description of the role of the mentioned membrane receptors and on their supposed
interaction with sex steroids.
ZIP9 belongs to the SLC39A family, whose 14 members regulate zinc transport within
the cytoplasm from outside the cell and from intracellular stores. However, little was
known regarding the specific physiological role of ZIP9 until 2014, when Thomas and
co-workers discovered that ZIP9 is highly expressed in breast and ovarian cancer cell lines
and that is bound by androgen hormones [5]. ZIP9 proteins, apart from being involved in
zinc transport, can directly activate and/or inhibit G proteins coupled to them. In fact, they
can play the double role of zinc transporter and membrane AR (mAR)-activating second
messengers [6–8]. Both of the actions are mediated by G proteins and they are involved in
the androgen-dependent apoptotic response. Dihydrotestosterone (DHT) and testosterone
(T) were both demonstrated to bind ZIP9, and bicalutamide was found to inhibit T effects,
apparently binding in the same pocket [9].
GPRC6A belongs to class C group 6 subtype A and it is involved in several physi-
ological and pathological activities as bone metabolism, insulin secretion, inflammatory
responses, male fertility, prostate tumorigenesis, androgen production in prostate cancer
cells, and others [4,10,11]. Several papers suggested that GPRC6A is able to bind different
ligands, besides calcium and amino acids, like sex steroid hormones, osteocalcin, and oth-
ers [12,13], while other works raised doubts on this lack of specificity [14,15]. Apart from
this controversy, there are several evidences of T binding to GPRC6A, and computational
studies suggested the potential key residues that are involved in T binding [14]. What is
not known is the specificity of T binding that could designate this GPCR as another mAR.
OXER1 is another GPCR, whose natural substrates are 5-lipoxygenase metabolites
of arachidonic acid, 5-oxoeicosatetraenoic acid (5-oxo-ETE), and 5-eicosatetraenoic acid
derivatives [4,16–18]. Among the many actions of OXER1, the most relevant are the
stimulation of steroidogenesis, cell proliferation and survival of prostate cancer cells, and
inflammatory response [19,20]. Hence, OXER1 could be a good target for inflammatory
diseases, as well as for prostate cancer, since it is involved in the inhibition of prostate
cancer cell apoptosis [19]. In particular, T binding seems to facilitate cell migration and
cAMP production [21]. Because T is not the only modulator of OXER1-mediated cAMP
levels, additional studies are necessary to clarify T effect on signal transduction and second
messenger signaling, and to better investigate androgen binding and its cross-talk with
lipid signaling on the same target. Modelling studies have been already performed in
this perspective. In particular, the natural substrate 5-oxo-ETE and T were docked in the
receptor channel, finding that the two ligands occupy a similar position close to helices 3, 4,
and 5 [21]. Stepniewski et al. used molecular modelling simulations to explore the binding
of 5-oxo-ETE and derivatives [22], based on the previous information that was provided by
Blattermann et al. [23].
TRPM8 is a Ca2+-selective cation channel, which is sensitive to menthol, icilin, and the
physical stimulus of cold, and is regulated by androgen hormones. TRPM8 is expressed
in different tissues such as the male urogenital tract, the intestinal and hepatic tissues,
the peripheral nervous system, as well as in cancer tissues [24–26]. However, its role in
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prostate cancer is ambiguous. In fact, TRPM8 is upregulated in the early tumor stage
and significantly reduced in advanced androgen-independent stages [26,27], but it has no
effect on cell migration, proliferation, and invasion [28,29]. What is certain is its strong
binding to T and DHT, which affects its Ca2+ channeling activity [30]. According to several
experiments, TRPM8 has been recognized as an androgen receptor [31] because of its
steroid specificity and androgen binding affinity [32].
As mentioned, the only estrogen membrane receptor known so far is GPER, a seven
transmembrane G-protein coupled receptor, which is involved in the modulation of signal-
ing processes that promote tumor growth both in vitro and in vivo [33–35]. Its expression
is correlated to increased tumor size, distant metastasis, tumor recurrence [36,37], and ex-
pression of pro-metastatic genes in ER-negative breast tumors [38]. All of these properties
make it a promising therapeutic target for treating different types of tumors [39]. GPER
is a specific receptor for the ERs endogenous ligand 17β-estradiol (E2), with a binding
affinity of 3–6 nM [40,41], quite lower with respect to the affinity that E2 shows towards
ERs (about 0.1–1.0 nM [42]). Other molecules having an agonist/antagonist action towards
ERs are known to bind GPER, like, for instance, tamoxifen [43], raloxifene [44], bisphenol
A [45], and also plant derived flavonoids, such as genistein [46,47], quercetin [48], and
resveratrol [49]. There is, notably, an important structural heterogeneity among molecules
that are able to target GPER, clearly hampering the prediction and identification of new
ligands [50].
1.2. Flavonoids in Androgenic and Estrogenic Signalling Pathways
Several non-steroidal plant bioactives, namely polyphenols and, in particular,
flavonoids, recognize the above-mentioned hormone receptors. Although such flavonoids
have a lower binding affinity for each single receptor, they can interact with one or more of
them, potentially exhibiting an additive binding effect. Such additivity may be representa-
tive of a real exposure scenario, in which the dietary intake provides dozens to hundred
flavonoids and their metabolites. Historically, several flavonoids have been considered as
dietary phytoestrogens [51–53] or endocrine disruptors, due to either their direct binding
to ERα and ERβ or/and their ability to activate or inactivate an estrogen-like response
in vitro in human breast cancer cell lines [3,54]. Additionally, a few in vitro studies that
were performed on human-derived prostate cancer cell lines suggested that flavonoids can
also target the androgen-dependent signaling pathway by AR activation [55,56].
The first study pointing out the preferential AR activation by estrogens and dietary
phytoestrogens was performed using E2 and DHT, and the flavonoids genistein (GEN,
a soybean isoflavone) and quercetin (QRC, an ubiquitous flavonol) in a prostate LNCaP
cell line with point mutated ART877A [55]. In this study, Maggiolini and colleagues trans-
formed the LNCaP cells introducing either an ER-binder-dependent gene reporter or
an AR/ART877A-binder-dependent gene reporter. As a result, E2, DHT, GEN, and QRC
activated the AR- and ART877A-binder-dependent gene reporters, but not the ER-binder-
dependent one. Furthermore, all four tested chemicals were able to induce the nuclear
translocation of AR.
Among others, in a second study [56], which was performed in LNCaP cells but
without using gene reporters, the endogenous sex steroids E2 and DHT were compared to
six different flavonoids, GEN, QRC, apigenin, and luteolin (API and LUT, two flavones
present in many vegetables and herbal spices), naringenin (NRG, a citrus lemon fruits fla-
vanone), and resveratrol (RESV, a red berry and grape stilbene). The authors characterized
the intracellular distribution of both sex steroids and the six flavonoids and showed that
only a modest amount of each chemical was located in the nucleus upon each individual
treatment. Notably, the nuclear localization of the flavonoids was mostly resembling that
of DHT and not of E2, with the exception of QRC. Furthermore, most of the chemicals
were located in the microsomal fraction (constituted by plasma membrane and any other
intra-cytoplasmic membrane), which suggests their potential recruitment in non-genomic
effects, besides the well-known genomic one. All six flavonoids showed a weak, but
Molecules 2021, 26, 1613 4 of 24
interesting, anti-androgenic activity, as witnessed by the inhibition of DHT-induced PSA
secretion in a non-monotonic dose-response manner [56].
When considering the unclear data regarding the role of flavonoid-type polyphenols as
estrogen-like or androgen-like molecules, we performed in silico simulations, to investigate
the possible binding of the above-mentioned molecules to the currently known estrogen
and androgen nuclear and non-nuclear receptors, in comparison to E2, DHT, and T. To
our knowledge, such comprehensive simulations have not been reported so far in the
literature. The results underline the plethora of effects that these molecules could exert,
thus suggesting caution in their administration and the necessity of performing more
accurate studies.
2. Results
With the aim of investigating the interaction of a series of flavonoids (Figure 1) with
nuclear and membrane ARs and ERs, we performed docking studies on the receptors that
are reported in Figure 2. In more detail, we considered AR in the wild type and mutated
form (ART877A [57]), and the corresponding membrane receptors that are known to be
targeted by T: ZIP9, GPRC6A, OXER1, and TRPM8 [4,58–60]. Among ERs, we considered
the nuclear ERα, ERβ, ERRα, ERRβ, and ERRγ, and the membrane receptor GPER [39,61].
The sex steroids E2, DHT, and T were also docked in the mentioned receptors, as control
and comparison, being ER and AR endogenous compounds, respectively.
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Figure 2. Receptors used for docking studies in this work. Nuclear and membrane receptors for androgen and estrogen sex
steroids are reported in panel blue (upper) and green (lower), respectively. All membrane receptors were obtained through
homology modelling, while for nuclear receptors the following PDBs were used: androgen receptor (AR) (PDB ID 3l3x for
wild type and 3ll for T877A mutant), ERα (PDB ID 3uud) and ERβ (PDB ID 3oll), ERRα (PDB ID 3d24), ERRβ (PDB ID 6lit),
and ERRγ (PDB ID 2e2r).
Because no three-dimensional structural model is currently available for these mem-
brane receptors, we have built all of them by means of homology modelling techniques.
The generated models could represent a valuable reference for computational chemists
working in the field and are made available here in the Supporting Information.
2.1. Simulations in Nuclear Receptors
Docking studies were first performed in nuclear receptors. The results are reported in
Table 1 and in the following paragraphs, and they are separated between ARs and ERs.
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Table 1. Docking scores for the investigated flavonoids and steroids in nuclear and membrane receptors.
Nuclear Receptors Membrane Receptors





Site ERα ERβ ERRα * ERRβ ERRγ ZIP9 GPRC6A OXER1 TRPM8 GPER
Steroids
E2 −11.510 −9.448 - - −10.944 −10.242 - - - - - - - −7.455
DHT −11.296 −9.053 - - −9.692 −9.040 - - - −6.899 −10.688 −7.544 −7.676 -
T −11.340 −9.865 - - −9.897 −8.883 - - - −7.031 −9.942 −9.184 −7.705 -
Flavonoids
API −9.778 −9.891 −6.652 −6.453 −9.698 −8.679 - −11.319 −10.144 −7.579 −11.392 −10.940 −10.534 −8.047
GEN −10.136 −8.531 −8.104 −8.501 −9.820 −9.853 - −10.328 −10.341 −8.405 −11.136 −10.159 −7.892 −7.010
LUT −9.715 −9.910 −6.896 −6.475 −9.311 −9.346 - −10.996 −10.977 −8.903 −10.120 −8.570 −7.589 −9.080
NRG −9.723 −9.147 −6.637 −6.479 −10.215 −8.937 - −11.449 −11.905 −8.222 −10.411 −9.426 −7.898 −8.132
QRC −9.373 −9.940 −5.860 −6.521 −8.911 −9.255 - −10.618 −11.192 −8.373 −10.494 −9.562 −8.808 −7.726
RESV −9.743 −8.248 −6.425 −7.776 −10.098 −8.256 - −10.515 −11 −7.698 −10.086 −9.353 −6.766 −8.791
* No predicted binding pose.
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2.1.1. Flavonoids and Steroids in Wild Type and Mutated AR
When docked in wild type AR (PDB ID 3l3x), the best scores were obtained by E2,
T, and DHT (see Table 1). The docked pose of DHT was superposable to that of the
co-crystallized DHT, thus validating the methodology. E2 was scored as equal to the
natural AR substrates, consistently with literature data [62] and with our experiments
(AlphaLISA™ (Perkin Elmer) assays, data not shown).
All of the flavonoids were scored less favorable than steroids, but still in the medium/
high nanomolar range, and most of them showed reasonable poses in the binding site
(Figure 3). For instance, GEN H-bonds to Asn705, Gln711, and Arg752, as well as DHT,
but loses contact with Thr877. Similarly to DHT, hydrophobic interactions are formed
with Leu704, Met742, Met745, Phe764, Leu873, and Met895, even if to a minor extent
(Figure 3a,b). QRC and LUT were scored a little worse and, indeed, their orientation is
inverted and some contacts are lost. Figure 3c shows the docking pose of QRC.
Molecules 2021, 26, x FOR PEER REVIEW 6 of 23 
 
 
Table 1. Docking scores for the investigated flavonoids and steroids in nuclear and membrane receptors. 
  Nuclear Receptors Membrane Receptors 
  Androgen Estrogen Androgen 
Estro-
gen 



































53 - - −9.692 
−9.0









- - −9.897 −8.8
83 





































































































* No predicted binding pose. 
2.1.1. la i s a  Ster i s i  il  e a  tate   
hen docked in wild type AR (PDB ID 3l3x), the best scores were obtained by E2, T, 
and DHT (see Table 1). The docked pose of DHT was superposable to that of the co-crys-
tallized DHT, thus validating the methodology. E2 was scored as equal to the natural AR 
substrates, consistently with literature data [62] and with our experiments (AlphaLISA™ 
(Perkin Elmer) assays, data not shown). 
All of the flavonoids were scored less favorable than steroids, but still in the me-
dium/high nanomolar range, and most of them showed reasonable poses in the binding 
site (Figure 3). For instance, GEN H-bonds to Asn705, Gln711, and Arg752, as well as DHT, 
but loses contact with Thr877. Similarly to DHT, hydrophobic interactions are formed 
with Leu704, Met742, Met745, Phe764, Leu873, and Met895, even if to a minor extent (Fig-
ure 3a,b). QRC and LUT were scored a little worse and, indeed, their orientation is in-
verted and some contacts are lost. Figure 3c shows the docking pose of QRC. 
 
Figure 3. Crystallographic pose of DHT (a), and docking poses of GEN (b) and QRC (c) in wild type AR (PDB ID 3l3x 
[63]). The protein is shown in transparent blue cartoon, the residues lining the binding site, and the ligands are represented 
Figure 3. Crystallographic pose of DHT (a), and docking poses of GEN (b) and QRC (c) in wild type AR (PDB ID 3l3x [63]).
The protein is shown in transparent blue cartoon, the residues lining the binding site, and the ligands are represented in
capped sticks and colored blue and yellow, respectively. Helices and residues lining the pocket are labelled, hydrogen bonds
are displayed as black dashed lines.
The structure used for docking in the ART877A mutant was 3rll [57], cocrystallized
with a bulky B-ring antiandrogen, which induced a different orientation of Gln711 and
of Trp741, hanging above the active site. With respect to the structure of rat ART877A
co-crystallized with DHT (PDB ID 1i38 [64]), the resolution is higher and the orientation of
Asn705 not flipped. Regardless of the absence of Thr877, which, in the wild type H-bonds
the hydroxyl group in ring D, DHT keeps the same orientation (both in the crystal and in
the docking model), but the predicted binding energy is less favorable than for the wild
type (Table 1). Thanks to the peculiar orientation of Trp741, all of the flavonoids assume a
different position in the binding site, establishing H-bonds with Leu704, Asn705, Gln711,
Gln738, Tyr739, Met743, and His874. Hydrophobic interactions are formed with Met743
and Met895, and a π-π contact with the same Trp741 is clearly visible. QRC and LUT,
having two hydroxyls in ring C, show the most stable network of contacts and present the
best score values, being slightly higher than those of DHT, T, and E2 (Figure 4a). Conversely,
the other flavonoids still maintain the same orientation, but present less contacts and less
favorable scores (Figure 4b). This alternative orientation brings ligands closer to helix12
(H12), which suggests that a slight conformational adjustment of the same helix may
occur. As reported in literature [65,66], this might be associated to a partial agonist or
antagonist character of these molecules, which could destabilize H12 position, interfering
with coactivator recruiting. We also performed induced fit docking simulations to confirm
the reliability of this alternative binding pose, obtaining the same results above described.
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protein is shown in transparent blue cartoon, the residues lining the binding site, and the ligands are shown in capped
sticks and colored blue and yellow, respectively. Helices and residues lining the pocket are labelled, hydrogen bonds are
displayed as black dashed lines.
As mentioned, the alternative pose reported here could be induced by the absence of
Thr877, which contributes to orient compounds in the classical steroid-like orientation, but
also to the flipping of Trp741. When the same docking procedure was applied using the
4oh5 structure [67], in which Trp741 has a slightly different position (Figure 4c), all of the
flavonoids presented the mentioned steroid-like orientation. Thus, compounds can assume
different poses, according to the orientation of this key residue that, when moving towards
H3, allows for ligands to extend towards the upper region of the binding site (H4). This
observation is consistent with crystallographic evidences and underlines the capability of
the binding site to adjust to the bound ligand, with a localized induced fit effect.
Apart from the orthosteric site, alternative pockets have been investigated. This
choice was guided by the presence in the Protein Data Bank of co-crystals, in which small
molecules occupy other pockets than the active site. In detail, in PDB ID 2ylp [68], a
small ligand (ZINC ID 03445992) occupies the binding function 3 (BF3) site (Figure 5a).
This molecule was found through large-scale in silico screening with the aim of finding
alternative sites that are less prone to the development of drug resistance, and its inhibition
of AR transcriptional activity was proven in cell-based testing. The ligand, possibly
protonated on the carboxylic group, interacts with the side chain of Glu837 or, alternatively,
with a water molecule also interacting with Asn833 backbone. An additional H-bond is
formed with the side chain of Asn833 and hydrophobic interactions with Phe826. GEN
obtained the best score, being even higher than the docked co-crystallized ligand, H-
bonding to both Glu837, and the mentioned water, Glu829, and Asn833 side chain. A π-π
contact with Phe673 is also visible. LUT gains a contact with Asn727, but loses the π-π
interaction with Phe673, and presents, overall, a less conserved pose (Figure 5b). Similarly,
the other compounds make a lower number of polar and hydrophobic contacts and show
more variable poses. These points explain the less favorable scores that were obtained with
respect to the active site poses; however, flavonoid interaction with the BF3 pocket cannot
be ruled out.
Small molecules have also been found in the activation function 2 (AF2) pocket, which
represents the natural binding site of AR co-activators. The binding of a ligand to this
pocket could inhibit the co-activator recruitment and, consequently, AR transcriptional
activity [69–71]. For instance, the same molecule co-crystallized in the BF3 pocket (ZINC
ID 03445992) was also found in the AF2 site, in the same crystallographic structure (PDB ID
2ylp [68]). The ligand forms a π-cation contact with Lys720 and hydrophobic interactions
with Leu712, Val716, Met734, and Met894 (Figure 5c). An induced fit approach was adopted
to position the six flavonoids, while considering that external residues generally present
a high level of flexibility. GEN obtained the best score, interacting with Lys720, Gln733,
Gln738, and maintaining hydrophobic contacts with Val716 and Met734 (Figure 5d). Similar
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orientations are assumed by the other flavonoids, which, however, present more variability
in the generated docking poses.
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Figure 5. Crystallographic pose of the co-crystallized ligand (a), and docking pose of GEN (b) in the
BF3 pocket of wild type AR (PDB ID 2ylp [68]). Crystallographic pose of the same co-crystallized
ligand (c), and docking pose of GEN (d) in the AF2 pocket of wild type AR (PDB ID 2ylp [68]). The
protein is shown in transparent blue cartoon, the residues lining the binding site and the ligands
are shown in capped sticks and colored blue and yellow, respectively. Helices and residues lining
the pocket are labelled, hydrogen bonds are displayed as black dashed lines. Water molecules are
represented as red spheres.
2.1.2. Flavonoids and Sex Steroids Hormones in ERα and ERβ, and in ERRα, ERRβ,
and ERRγ
The molecules that are reported in Figure 1 were then docked in nuclear ERs, in
particular in ERα and ERβ, having E2 as natural substrate, and in orphans ERRα, ERRβ,
and ERRγ.
In ERα, E2 obtained the most favorable score, with a docking pose totally resembling
that of the co-crystallized ligand (PDB ID 3uud [72]), as shown in Figure 6a. Androgen
binding to estrogens receptors occurs with less specificity. So far, only the sex steroid
precursor dehydroepiandrosterone (DHEA) and the hormone intermediate androstenediol
have been shown to bind ERs with high affinity [73], in particular showing a role via ERβ
binding [74]. Androgen binding to ERα has been shown either on laboratory mutated
variants [75] or in lower evolutionary species (e.g., trout), although at low affinity [76].
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range interactions. Here, GEN, LUT, and QRC obtained the most favorable scores, while 
NRG, API, and RESV were scored more similar to T (Table 1). Again, the docking pose 
predicted by our calculations for GEN is consistent with the one that was experimentally 
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sticks and colored green and yellow, respectively. Helices and residues lining the pocket are labelled, hydrogen bonds are
displayed as black dashed lines.
DHT and T assumed the same position of E2, interacting with His524 on one side and
Arg394 on the other, only losing the contact with Glu353. They were outscored by NRG
and RESV, H-bonding to Glu353, Arg394, Gly521, and Met421 or, alternatively, His524
(Figure 6b,c). Interestingly, our docking studies orient GEN in the same position that
is occupied by GEN when co-crystallized with ERα in different PDB entries (PDB IDs
1x7r [77] and 2qa8 [78]), further confirming the reliability of the simulations. Additionally,
the docking pose of RESV resembles one of the two possible orientations that were adopted
by RESV in complex with ERα (PDB ID 4pp6 [79]). Overall, all the flavonoids maintained
the same steroid-like orientation, with a variable number of H-bonds and hydrophobic
interactions. Indeed, the capability of flavonoids to act as phytoestrogens is well known
and widely reported in the literature [3,53].
A similar trend was maintained in ERβ, where E2 obtained the best score value and
presented the orientation of the co-crystallized E2 in both ERα and ERβ. The flavonoids
were scored i a different order, but with values that support their capability of proficiently
interact with the receptor. A small variati in ERβ with respect to ERα ca be attributed
to the substitutions of Leu384 with Met336, Met421, with Ile373 in the binding site, or
for the substitution of more distant residues, resulting in slightly different long-range
interactions. Here, GEN, LUT, and QRC obtained the most favorable scores, while NRG,
API, and RESV were scored more similar to T (Table 1). Again, the docking pose predicted
by our calculations for GEN is consistent with the one that was experimentally observed in
the PDB ID 1x7j [77].
As mentioned, in the list of nuclear estrogen receptors, also ERRα, ERRβ, and ERRγ
were considered [80]. The docking in ERRα did not provide any good result, because of a
too small binding site almost completely occupied by the side chains of the lining residues
(see for instance PDB ID 3d24 [81]). It should be remembered that ERRs do not have
any recognized substrate and that ERRα is constitutively active, i.e., it does not require
the presence of a ligand to activate the transcription machinery [82,83]. Differently, ERRβ
provided interesting results, but an induced fit modality had to be adopted in order to allow
active site residues a certain flexibility (PDB ID 6lit [84]). NRG was the best scored, forming
polar contacts with Glu250, Arg291, Tyr301, and Ala406, hydrophobic interactions with
Phe410, Leu320, Leu243, Met281, Leu284, Ile288, and Ile324, and a π-π contact with Phe410
(Figure 7a). API maintained exactly the same contacts and, indeed, received a very similar
score (Table 1). LUT lost the interaction with Ala406, but gained that with His409, and lost
the horizontal π-π contact with Phe410 (Figure 7b). QRC, RESV, and GEN maintained the
same orientation, but lost some contacts, thus receiving slightly less favorable scores. NRG
also received the best score in ERRγ (PDB ID 2e2r [85]) and formed H-bonds with many
residues corresponding to those already contacted in ERRβ, i.e., Glu275, Arg316, His203,
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and Asn346 (Figure 7c). The exact same orientation was maintained by QRC, RESV, and
LUT, while many of the poses that were obtained for GEN and API were flipped.
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The homology model of ZIP9 was built using, as a template, the structure of a ZIP 
zinc transporter from Bordetella bronchiseptica (PDB ID 5tsa [89]). Despite the poor se-
quence similarity, the model we obtained presents a good Ramachandran plot (Figure S1). 
All of the molecules were docked in the central binding cavity of the channel, in the mid-
dle of the eight helices. Interestingly, T and DHT, which are known binders of ZIP9, re-
ceived the less favorable scores (Table 1). Their docked pose is very similar and both lig-
ands form a double H-bond with Lys36 and Glu265 through the hydroxyl group on ring 
D, while the carbonyl on ring A moiety possibly contacts His155 (Figure 8a). LUT, which 
Figure 7. Docking poses of NRG (a) and of LUT (b) in ERRβ (PDB ID 6lit [84]) and of NRG (c) in ERRγ. The protein is
shown in transparent light green cartoon, the residues lining the binding site and the ligands are shown in capped sticks
and colored light green and yellow, respectively. Helices and residues lining the pocket are labelled, hydrogen bonds are
displayed as black dashed lines.
Overall, these simulations support that the investigated flavonoids, or at least some of
them, such as NRG and QRC, might interact with both ERRβ and ERRγ [86–88].
2.2. Simulations in Membrane Receptors
We also perfor ed docking studies in androgen and estrogen membrane receptors
to investigate whether flavonoids could also exert non-genomic actions. In particular, we
considered ZIP9, GPRC6A, OXER1, and TRPM8 as T and DHT targets, and GPR30 for
E2. Because non of them has been crystallized up to now, we built homology models for
all of them (more details are reported i the Materials and Methods section and models
are available in SI). The absence of an experimental three-dimensional (3D) structure
might bring inaccuracies in structure-based simulations; thus, the following results have
to be intended as an indicati n of binding and not as specific ranking or binding free
energy indications.
2.2.1. Flavonoids and Sex Steroids in ZIP9
The homology model of ZIP9 was built using, as a template, the structure of a ZIP
zinc transporter from Bordetella bronchiseptica (PDB ID 5tsa [89]). Despite the poor sequence
similarity, the model we obtained presents a good Ramachandran plot (Figure S1). All of
the molecules were docked in the central binding cavity of the channel, in the middle of
the eight helices. Interestingly, T and DHT, which are known binders of ZIP9, received the
less favorable scores (Table 1). Their docked pose is very similar and both ligands form a
double H-bond with Lys36 and Glu265 through the hydroxyl group on ring D, while the
carbonyl on ring A moiety possibly contacts His155 (Figure 8a). LUT, which is the best
scored molecule, presents a higher number of polar contacts with respect to T, involving
Leu35, Lys36, Thr39 on one side and Thr148 and His155 on the other, while hydrophobic
interactions are made with Thr39 and Phe196 (Figure 8b). GEN, NRG, and QRC have very
similar scores. While the pose of NRG resembles that of LUT, GEN and QRC present an
orthogonal orientation, as depicted in Figure 8c,d. RESV and API were scored slightly
worse and they maintained T orientation.
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basis of the indications that were provided by Pi et al. [14]. According to our molecular 
docking, T is located between helices 5 and 6 and it forms hydrophobic contacts with 
Phe637, Phe641, Leu727, Ile730, Trp766, and Phe769, while no polar contact seems to be 
present. Indeed, the 7TM channel is almost completely lined by hydrophobic residues, 
which could justify its lack of specificity and capability of binding different ligands. 
Thanks to their planar conformations, flavonoids are able to be better accommodated in 
the protein, occupying a more central region and occasionally forming polar interactions. 
This capability is associated to better scores for flavonoids than for T and DHT, even if 
poses are quite variable and generally not conserved, likely because of the absence of sta-
ble polar contacts. For instance, API, the best scored molecule, H-bonds to Asn614, Ser792 
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Figure 8. Docking poses of T (a), LUT (b), GEN (c), and QRC (d) in the ZIP9 model. The protein
is shown in transparent light blue cartoon, the residues lining the binding site and the ligands are
shown in capped sticks and colored light blue and yellow, respectively. Helices and residues lining
the pocket are labelled, hydrogen bonds are displayed as black dashed lines.
2.2.2. Flavonoids and Sex Steroids in GPRC6A
We modelled GPRC6A using, as template, the structure of CXCR4 chemokine receptor
(PDB ID 6n52 [90]; Figure S2). GPRC6A is formed by a 7-helix transmembrane (7TM)
domain and a Venus flytrap (VFT) domain, likely targeted by allosteric effectors as calcium
or amino acids [14,91]. We performed docking studies in the 7TM domain, on the basis of
the indications that were provided by Pi et al. [14]. According to our molecular docking, T
is located between helices 5 and 6 and it forms hydrophobic contacts with Phe637, Phe641,
Leu727, Ile730, Trp766, and Phe769, while no polar contact seems to be present. Indeed,
the 7TM channel is almost completely lined by hydrophobic residues, which could justify
its lack of specificit and capability of binding different ligands. Thanks to their pl ar
conformations, flavonoids are able to be better accommodated in the protein, occupying
a more ce tral regio and occasionally formi g polar i teractions. This capability is
associated to better cores for flavonoids than for T and DHT, even if poses are quite
variable and generally not cons rved, likely because of the absence of stable polar contac s.
For inst nce, API, the best scored molecule, H-bonds to Asn614, Ser792 and the backbone of
Trp766, Ile770, and Leu727. Hydrophobic interactions a e made with Phe637, Ph 723, Ile730,
and π-π interactions could be formed with Phe769 and Phe641 (Figure 9a). QRC assum s a
simila pose, while GEN nters ore deeply in the chan el, H-b nds to Trp766 ba kbo
on one side and to Gln634 and Glu785 on the other. Additiona ly, several hydrophobic
inter ctions are formed with the surrounding residues (Figure 9b).
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2.2.4. Flavonoids and Sex Steroids in TRPM8 
We built the human model of TRPM8 on the cryo-EM structure of its homolog from 
Ficedula albicollis in complex with a menthol analogue (PDB ID 6nr2 [92]). The site to dock 
androgens and flavonoids has been defined, according to the position of the menthol an-
alog in 6nr2 and of the antagonist present in the cryo-EM structure 6o72 from Parus major 
[93], as the transmembrane segment 4 (S4) in the voltage-sensor like domain (VSLD). T 
and DHT are equally scored and they assume the same position, in which they H-bond to 
Glu910 and Arg914 and form hydrophobic contacts with Phe644, Val755, and Leu907 (Fig-
ure 11a). The best scored flavonoid is API that, as the others, locates slightly over T, and 
Figure 9. Docking poses of T (a), API (b), and GEN (c) in GPRC6A model. The protein is shown in grey cartoon, the residues
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2.2.3. Flavonoids and Sex Steroids in OXER1
We built the homology model for OXER1 using the structure of the human P2Y
purinoreceptor 1 (PDB ID 4xnw) as template. As previously indicated by others [22], the
docked pose of 5-oxo-ETE interacts with the key residue Arg98 and with Tyr162, through
the carboxylic moiety. The rest of the molecule, mostly hydrophobic, forms hydrophobic
contacts with Leu94, Phe183, Phe230, Ile234, Leu263, and Ty266 (Figure 10a). T is scored
less favorable (Table 1) than 5-oxo-ETE, H-bonds to His148, His175, Tyr267, and makes
hydrophobic interactions with some of the previously mentioned residues (Figure 10b). The
best scored molecule of the entire set is API, which presents a quite conserved conformation
in the channel and it establishes polar contacts with Ser161 and Ser233 on one side and
Asn97 and Asn269 on the other (Figure 10c). Even if the interacting residues are different,
the occupied area of the channel is very similar, indeed, a π-cation interaction can be formed
with Arg98. All of the other flavonoids maintain the same orientation and interactions,
further confirming the reliability of the pose and of their possible engagement with OXER1.
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Figure 10. Docking poses of 5-oxo-ETE (a), T (b), and API (c) in OXER1 model. The protein is shown in white cartoon, the
residues lining the binding site and the ligands are shown in capped sticks and colored white and yellow, respectively.
Helices and residues lining the pocket are labelled, hydrogen bonds are displayed as black dashed lines.
2.2.4. Flavonoids and Sex Steroids in TRPM8
We built the human model of TRPM8 on the cryo-EM structure of its omolog from
Ficedula albicollis in complex with a menthol analogue (PDB ID 6nr2 [92]). The site to dock
androgens and flavonoids has been defined, according to the position of the menthol analog
in 6nr2 and of the antagonist present in the cryo-EM structure 6o72 from Parus major [93],
as the transmembrane segment 4 (S4) in the voltage-sensor like domain (VSLD). T and
DHT are equally scored and they assume the same position, in which they H-bond to
Glu910 and Arg914 and form hydrophobic contacts with Phe644, Val755, and Leu907
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(Figure 11a). The best scored flavonoid is API that, as the others, locates slightly over
T, and H-bonds to several residues, such as Asn647, Glu688, Leu749, and Arg91. A π-π
contact with Tyr651 and hydrophobic interactions with Val648, Phe644, Leu749, and Ile752
are formed (Figure 11b). NRG assumes a similar orientation to API, while QRC, GEN, LUT,
and RESV are almost orthogonal to it. For instance, QRC, which also received a good score,
forms polar contacts with Asn647 and Glu688, a π-cation contact with Arg914, a π-π one
with Tyr651, and hydrophobic interactions with Leu684, Ile752, and Phe919 (Figure 10c).
As mentioned, the other flavonoids occupy one of the mentioned positions, but reduce the
number or efficacy of interactions.
Molecules 2021, 26, x FOR PEER REVIEW 13 of 23 
 
 
H-bonds to several residues, such as Asn647, Glu688, Leu749, and Arg91. A π-π contact 
with Tyr651 and hydrophobic interactions with Val648, Phe644, Leu749, and Ile752 are 
formed (Figure 11b). NRG assumes a similar orientation to API, while QRC, GEN, LUT, 
and RESV are almost orthogonal to it. For instance, QRC, which also received a good 
score, forms polar contacts with Asn647 and Glu688, a π-cation contact with Arg914, a π-
π one with Tyr651, and hydrophobic interactions with Leu684, Ile752, and Phe919 (Figure 
10c). As mentioned, the other flavonoids occupy one of the mentioned positions, but re-
duce the number or efficacy of interactions.  
 
Figure 11. Docking poses of T (a), API (b), and QRC (c) in TRPM8 model. The protein is shown in transparent purple 
cartoon, the residues lining the binding site and the ligands are shown in capped sticks and colored purple and yellow, 
respectively. Helices and residues lining the pocket are labelled, hydrogen bonds are displayed as black dashed lines. 
2.2.5. Flavonoids and Sex Steroids in GPER.  
Homology modelling simulations have been performed to obtain a three-dimen-
sional structure of GPER, while using first as template bovine rhodopsin, then the β2-
adrenergic receptor and CXCR4. A number of studies trying to locate the ligand binding 
site [94,95] and identify new ligands [96,97] has been also published. We have modelled 
the structure of GPER on the CXCR4 chemokine receptor (PDB ID 3odu [98]; Figure S5), 
and docked sex steroids and flavonoids in the binding site that was previously defined by 
others [96,99]. E2 H-bonds to Glu158 with ring A hydroxyl and to Tyr5 and Glu55 with 
ring D hydroxyl. Moreover, it forms a planar π−π contact with Phe148 and a hydrophobic 
interaction with Leu77 (Figure 12a). Interestingly, all of the flavonoids apart from GEN 
are scored more favorably. The best is LUT that forms multiple polar contacts with Glu55, 
Ser84, Gly162, Asn256, a π−π interaction with Phe254 and hydrophobic interactions with 
Leu48, Leu77, Met81, and Trp212 (Figure 12b). RESV occupies a very similar position (Fig-
ure 12c), contacts Glu55, Gly162, and Asn250, forms a π−π interaction with Trp212 and 
hydrophobic interactions with the same residues contacted by LUT. NRG and API present 
very similar scores and contacts, QRC loses some contacts, and GEN assumes a slightly 
different orientation that allows for the interaction with Asn58, Glu158, Asn250, Phe254, 
Met73, and Leu77 (Figure 12d). 
Figure 11. Docking poses of T (a), API (b), and QRC (c) in TRPM8 model. The protein is shown in transparent purple
cartoon, the residues lining the binding site and the ligands are shown in capped sticks and colored purple and yellow,
respectively. Helices and residues lining the pocket are labelled, hydrogen bonds are displayed as black dashed lines.
2.2.5. Flavonoids and Sex Steroids in GPER
Homology modelling simulations have been performed to obtain a three-dimensional
structure of GPER, while using first as template bovine rhodopsin, then the β2-adrenergic
receptor and CXCR4. A number of studies trying to locate the ligand binding site [94,95]
and identify new ligands [96,97] has been also published. We have modelled the structure
of GPER on the CXCR4 chemokine receptor (PDB ID 3odu [98]; Figure S5), and docked sex
steroids and flavonoids in the binding site that was previously defined by others [96,99].
E2 H-bonds to Glu158 with ring A hydroxyl and to Tyr5 and Glu55 with ring D hydroxyl.
Moreover, it forms a planar π−π contact with Phe148 and a hydrophobic interaction
with Leu77 (Figure 12a). Interestingly, all of the flavonoids apart from GEN are scored
more favorably. The best is LUT that forms multiple polar contacts with Glu55, Ser84,
Gly162, Asn256, a π−π interaction with Phe254 and hydrophobic interactions with Leu48,
Leu77, Met81, and Trp212 (Figure 12b). RESV occupies a very similar position (Figure 12c),
contacts Glu55, Gly162, and Asn250, forms a π−π interaction with Trp212 and hydrophobic
interactions with the same residues contacted by LUT. NRG and API present very similar
scores and contacts, QRC loses some contacts, and GEN assumes a slightly different
orientation that allows for the interaction with Asn58, Glu158, Asn250, Phe254, Met73, and
Leu77 (Figure 12d).
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3. Discussion
The six flavonoids analyzed here are all recognized estrogen-like chemicals, which are
able to bind estrogen receptors and exert estrogenic or/and anti-estrogenic effects [54,100].
Indeed, phytoestrogens have been described as natural selective ER modulators (SERMs)
and, for this reason, they are often used in complementary and alternative therapies to
treat menopausal symptoms. They are also sometimes used in women with breast cancer,
even if their safety is still not completely proved [101]. Their effects on AR have also
been studied [55,56,102,103], while very little is known on their binding to membrane
androgen r ceptors. More information has been reported for flavonoid binding to GPER, as
reviewed in Molina et al. [104]. To our knowledge, a comprehensive co putatio al docking
an lysis, including all estrogen and andr gen nuclear and membr ne ceptors, has not
been reported so far. In the light of our findings, hereafter addr ssed (Sections 3.1 and 3.2),
literature data will be discussed and rationalized (Sections 3.3 and 3.4).
3.1. Flavonoids Binding to Nuclear ERs and ARs
From the perfor ed docking studies, we can infer that the six flavonoids show, as
expected, a good complementarity with ERα and ERβ, which confirms their estrogen-
like nature, as widely reported in the literature [3,53], and their anti-proliferative charac-
ter [101,105]. Docking studies in ERRβ and ERRγ also provided very good results, with
even better scores than for the docking in ERα and ERβ; in particular, very promising
values and poses were obtained for NRG and QRC.
Fang et al. already reported the capability of some phytoestrogens to bind AR, under-
lining the key role of the two polar groups on rings A and C in anchoring the molecules
to the receptor binding site [106]. The analyses carried out here on AR suggested that
the investigated flavonoids can bind as well to the wild type and the ART877A variant, in
which they interestingly assume a different orientation. As previously mentioned, this
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alternative pose could be possibly related to a partial agonist or antagonist character of
these molecules, which could alter H12 position, and interfere with coactivator recruit-
ing [65,66]. The presence of two alternative pockets (BF3 and AF2) in AR and ART877A, in
which flavonoids could also bind and affect co-activator recruitments, further justify the
anti-androgenic activity [56]. However, the level of approximation adopted here does not
allow for distinguishing between possible androgenic and non-androgenic effects, which
strongly depends on the conformational adjustments that are induced by ligand binding,
but also by the pool of co-activator/co-repressors that are present in different tissues.
Our docking simulations showed a slight higher affinity of E2, with respect to DHT
and T, towards AR. Accordingly, gene reporter transactivation assays [55] indirectly indi-
cated (i.e., through luciferase activation) a slight higher efficiency of E2 and a slight lower
efficiency of GEN and QRC, with respect to DHT, in activating AR-mediated transcription.
Interestingly, it was demonstrated that LNCaP cell proliferation that is induced by indi-
vidual treatments (DHT, E2, GEN, and QRC) was better reversed by the anti-androgenic
drug Casodex than by the anti-estrogenic compound ICI 182,780. Even more interestingly,
Casodex was more efficient on QRC-, E2-, and GEN-induced proliferation than on the
DHT-induced one, whereas ICI 182,780 decreased the cell proliferation induced by each of
the four tested chemicals much less. This seems to suggest that cell proliferation could be
under an androgenic control, more than an estrogenic control, and further confirms that
flavonoids proficiently bind AR.
3.2. Flavonoids Binding to Membrane ERs and ARs
Docking studies in membrane receptors also provided quite interesting results, even
if ligand poses were less conserved and generally characterized by lower scores (Table 1).
This is quite reasonable, when considering the totally different architecture of non-nuclear
membrane receptors and of their binding sites, larger and less defined with respect to those
of nuclear receptors. Moreover, as previously mentioned, in the absence of 3D experimental
structures, all of the membrane receptors were built by means of homology modelling.
This brings a certain degree of inaccuracy in the results and the score values should be only
considered as an indication of binding.
Regarding hypothetical mARs, the simulations performed in ZIP9 sustain the hypoth-
esis that flavonoids, as well as T, can bind the receptor. The best results were obtained for
LUT, GEN, NRG, and QRC, which occupy the same region of T in the receptor cavity and
assumed a similar pose. Good and consistent results were also obtained for TRPM8, for
which the ligand poses, the interactions formed, and the corresponding scores strongly
suggest that the investigated flavonoids can bind to TRPM8, as androgens do [30,32]. Even
if these simulations cannot predict whether flavonoids might have an agonist or antagonist
effect on TRPM8, it is interesting to note that TRPM8 blockers could be used in pathologies
that are exacerbated by cold as, for instance, asthma, chronic cough, or to reduced cold
hypersensitivity from nerve damage [107,108]. Docking simulations performed in OXER1
also returned promising predictions [21], while, in the case of GPRC6, quite variable poses
and very few polar interactions were obtained for both T and flavonoids. Indeed, the
receptor binding site is almost only lined by hydrophobic residues, which suggests that
ligand binding could be not very specific, as reported in the literature [14,15].
The results that were obtained for GPER were quite consistent in terms of poses and
in agreement with respect to previous analyses [97,99]. When considering the availability
of experimental data confirming binding of some flavonoids to GPER [46–49], we can
reasonably assume that flavonoid effects is not only mediated by the interaction with
nuclear receptors, but also with the membrane counterpart.
3.3. Sex Steroids and Flavonoids Localization in a Human Prostate Cell Line
The analyses reported here allowed for us to partially rationalize the intracellular
distribution of sex steroids and flavonoids previously investigated in LNCaP human
prostate cell lines [56]. It has been reported that E2 shows higher nuclear localization
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than DHT and flavonoids. This peculiarity could be possibly explained by the high
complementarity of E2, not only towards ERα and ERβ, but also towards the AR and the
ART877A variant. Moreover, with respect to DHT, E2 seems to bind to a lower number
of membrane receptors, i.e., only GPER [39]. It has been also shown that, when LNCaP
cells were treated with a combination of one sex steroid (DHT or E2) and one of the six
flavonoids here investigated, the effective intracellular concentration of the molecules, and
their distribution in the nuclear fraction and the microsomal one (plasma membrane and
all other cytoplasmic membranes except for the nuclear one) changed, according to the
co-treatment combination. This seems to suggest that sex steroids and flavonoids bind the
same targets and affect each other’s localization.
In general, all of the flavonoids seem to be mainly located in the LNCaP microsomal
fraction [56]. This is in total agreement with the hypothesized flavonoid binding to mem-
brane receptors and with the experimental evidence of T and E2 binding to the same targets.
It is quite reasonable that some flavonoids, as well as sex steroid hormones, distribute in
membranes, even if the experimental and estimated affinity for nuclear receptor is higher.
Indeed, LUT and RESV, having the highest fraction of microsomal distribution among
flavonoids [56], also present scores and poses among the most favorable in membrane
receptors. The effect of a few polyphenols on membrane receptors has been recently re-
ported. In particular, epigallocatechin-3-gallate was demonstrated to exert both agonist and
antagonist effects on GPRC6A [109], while the lignan sesamin performed as an antagonist
for TRPM8 [110].
The presence of membrane receptors in LNCaP cells is supported by the observation
that all of these receptors are expressed in human prostate epithelium [12,21,111] and in
human-derived cells [112–114]. In general, membrane receptors are expressed in the male
reproductive tissues both in vivo and in vitro [4,21,115].
3.4. Flavonoids Anti-Androgenic Effect
In LNCaP cells, E2 and the six flavonoids, when co-administered with DHT, were
found to partially inhibit the PSA secretion that is induced by the same DHT [56]. Experi-
ments were run with a time-resolved fluoroimmunoassay on LNCaP cells expressing the
ART877A variant. It has to be noted that E2 by itself induced a lower PSA secretion, thus
indirectly confirming our results that E2 perfectly binds AR active site, but decreases the
DHT-dependent PSA secretion. This effect again supports the capability of E2 of binding
AR and activating the transcription machinery, even if to a less extent than the natural
DHT substrate. Flavonoids, with the only exception of LUT at concentration > 10 µM, did
not induce PSA secretion. Rather, they inhibited the DHT-dependent PSA secretion, thus
showing an anti-androgenic action. This effect can occur through binding at the active site
in a conformation that does not allow the recruitment of co-activators or through binding
at alternative allosteric sites. As reported above, in our docking studies, all six flavonoids
assumed an alternative orientation in ART877A orienting closer to H12, and resembling
the pose of known antagonists [65,66]. Indeed, this different pose could induce a slight
conformational adjustment of H12 and a consequent difficulty in co-activator recruiting.
The binding to allosteric sites preventing co-activator recruitment is an alternative that
might explain flavonoid anti-androgenic effects. We have, indeed, reported that the binding
to BF3 and AF2 sites is also feasible. The occupation of the AF2 cavity would obviously
prevent the interaction with co-activators, but also the BF3 site has proven to inhibit AR
transcriptional activity [68].
The binding of flavonoids to ART877A active site is further supported by the effect
they have on the intracellular distribution of DHT, as previously reported by us [56]. For
instance, QRC has a relevant localization in the nucleus (≈20%) and, if co-administered
with DHT, almost completely reduces the nuclear localization of the latter, thus suggesting
a competition at the active site level or binding at an allosteric site. It is interesting to note
that QRC was top ranked when docked in the ART877A active site (Table 1). A similar effect,
even if to a less extent, was observed for LUT, the second top-ranked flavonoid in ART877A,
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and by API (Table 1). RESV basically does not change DHT nuclear concentration, thus
suggesting a preferential localization of the flavonoid to alternative binding site rather than
the active one.
4. Materials and Methods
4.1. Homology Modelling
The homology modelling of the membrane steroid receptors (ZIP9, GPR30, GPRC6A,
OXER1, and TRPM8) was performed using the Swiss-Model Protein Modelling Server [116]
(https://swissmodel.expasy.org/ access date 25 October 2020). The 3D model of ZIP9
was obtained using the BbZIP structure from Bordetella bronchiseptica (PDB ID 5tsa) as a
template, sharing a sequence identity of 19,44%. No metal ions were added to the final
structure. GPER was modelled using the structure of the CXCR4 chemokine receptor
(PDB ID 3odu, sequence identity: 26.26%), while GPRC6A, using the structure of the
metabotropic glutamate receptor 5 (PDB ID 6n52, sequence identity: 30.52%). Finally, the
structural models of OXER1 and TRPM8 were obtained from the human P2Y purinoreceptor
1 (PDB ID 4xnw, sequence identity: 23.49%) and the TRPM8 homolog from Ficedula albicollis
(PDB ID 6nr2, sequence identity: 79.89%), respectively.
4.2. Molecular Docking
The panel of nine compounds, including steroids (E2, T, DHT) and flavonoids (API,
GEN, LUT, NRG, QRC, RESV), were submitted to docking calculations towards the set
of 10 receptors (nuclear receptors and membrane nuclear receptors). Prior to docking,
protein structures were prepared while using the Protein Preparation Wizard in Maestro
and ionized at a pH of 7.5 using PROPKA. When available, the co-crystallized ligands were
used as the centroid of the receptor grid.
When available, the co-crystallized ligands in the NRs X-ray coordinates or in the
template structures that were used for homology modelling were taken as reference to
define the receptor docking grid. If not, in combination with literature data, a pocket search
using the FLAPsite algorithm, as implemented in FLAP, was performed to look for putative
binding sites [117,118].
The six flavonoids and E2, T, and DHT were docked in the orthosteric pocket of wild
type AR (PDB ID 3L3X), ART877A (PDB ID 3rll), ERα (PDB ID: 3uud), and ERβ (PDB ID 3oll)
using Glide SP (standard precision) [119], generating up to 10 poses for each system. The
IFD (Induced-fit docking) [120] was used instead for ERRα (PDB ID 3d24), ERRβ (PDB ID
6lit), ERRγ (PDB ID 2e2r), and the membrane steroid receptors’ models, and to additionally
dock the flavonoid compounds in the AF2-pocket and BF3-site of AR (PDB ID 2ylp). The
IFD protocol was performed, as follows: an initial softened-potential docking, using a
scaling factor of 0.50 kcal/mol for both the ligands and receptors, was performed with Glide
to generate up to 10 poses. A subsequent refinement step was applied to all the residues
within 5.0 Å of each of the 10 ligand poses using Prime. Finally, the structures within
30 kcal/mol of the minimum energy structure were used for redocking with Glide SP.
5. Conclusions
In the last years, polyphenols and flavonoids have been suggested as breast and
prostate cancer preventatives [121–123] and administered as adjuvants in the treatment of
menopause and osteoporosis [124,125]. Because these compounds are present in plants
and seeds, they can be easily assumed with the diet, although with a limited bioavailability.
Soybean, which is a fundamental supplement of Asian diet, represents an important source
of flavonoids, in particular GEN [126], and people in Asia show a lower rate of hormone-
dependent cancers, mainly breast and prostate ones [121,127] Indeed, it is known that:
(i) GEN can block PSA induction mediated by AR [122,123]; (ii) API, GEN, LUT, NRG,
QRC, and RESV can reduce DHT-induced PSA secretion to a different extent in a non-linear
manner [56]; (iii) API exerts a protective role against prostate cancer [128]; and, (iv) soy
beverage can decrease PSA level in prostate cancer patients [129,130]. These effects appear
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to be directly related to their capability of binding hormone receptors, as already reported
by others [102,106] and as detailed in our simulations. This capability has mainly been
justified by their structural similarity to the endogenous E2 and DHT substrates. However,
the way in which these molecules exert an agonist or antagonist effect on nuclear receptors
is not easily predictable, and it likely depends on the specific co-activator/co-repressor
population of different tissues. Even less is known regarding their binding to non-nuclear
receptors and the possible consequent effects.
Here, we have performed a rather exhaustive study on the binding of six flavonoids,
i.e., apigenin, genistein, luteolin, naringenin, quercetin, and resveratrol, to estrogen and
androgen nuclear and membrane receptors, finding a good complementarity for most of
the cases. These results seem to suggest that such plant derived chemicals also interact
with non-nuclear estrogen and androgen receptors, exerting non-genomic actions. This
hypothesis, which was partially supported by few experimental findings, deserves attention
and more investigations.
Supplementary Materials: The following are available online. Figure S1: Structural architecture of
nuclear receptors, Figure S2: Ramachandran plot for ZIP9 model, Figure S3: Ramachandran plot for
GPRC6A model, Figure S4: Ramachandran plot for OXER1 model, Figure S5: Ramachandran plot for
TRPM8 model, Figure S6: Ramachandran plot for GPER model, file with the generated models for
membrane receptors (models.zip).
Author Contributions: Conceptualization, S.L. and F.S.; Investigation, G.D.; Writing–original draft,
G.D., S.L. and F.S.; Writing–review & editing, G.D., E.G., G.R., G.C., S.L. and F.S. All authors have
read and agreed to the published version of the manuscript.
Funding: This work has been supported by Molecular Discovery Ltd. and by the University of Turin
(Ricerca Locale ex 60%).
Institutional Review Board Statement: Not applicable.
Informed Consent Statement: Not applicable.
Data Availability Statement: Data are available upon request from the corresponding authors.
Acknowledgments: We kindly acknowledge the Centro di Competenza sul Calcolo Scientifico
(C3S) at the University of Turin (c3s.unito.it) for providing the computational time and resources,
BiKi Technologies for providing the BiKi LiFe Sciences suite and Molecular Discovery Ltd. for
supporting GD.
Conflicts of Interest: The authors declare no conflict of interest.
Sample Availability: Not applicable.
References
1. Wang, C.; Liu, Y.; Cao, J.M. G protein-coupled receptors: Extranuclear mediators for the non-genomic actions of steroids. Int. J.
Mol. Sci. 2014, 15, 15412–15425. [CrossRef] [PubMed]
2. Marcoccia, D.; Pellegrini, M.; Fiocchetti, M.; Lorenzetti, S.; Marino, M. Food components and contaminants as (anti)androgenic
molecules. Genes. Nutr. 2017, 12, 6. [CrossRef]
3. Saarinen, N.M.; Bingham, C.; Lorenzetti, S.; Mortensen, A.; Mäkelä, S.; Penttinen, P.; SØrensen, I.K.; Valsta, L.M.; Virgili, F.;
Vollmer, G.; et al. Tools to evaluate estrogenic potency of dietary phytoestrogens:A consensus paper from the EU Thematic
Network “Phytohealth” (QLKI-2002-2453). Genes. Nutr. 2006, 1, 143–158. [CrossRef]
4. Thomas, P. Membrane androgen receptors unrelated to nuclear steroid receptors. Endocrinology 2019, 160, 772–781. [CrossRef]
[PubMed]
5. Berg, A.H.; Rice, C.D.; Rahman, M.S.; Dong, J.; Thomas, P. Identification and characterization of membrane androgen receptors in
the ZIP9 zinc transporter subfamily: I. Discovery in female atlantic croaker and evidence ZIP9 mediates testosterone-induced
apoptosis of ovarian follicle cells. Endocrinology 2014, 155, 4237–4249. [CrossRef]
6. Bulldan, A.; Dietze, R.; Shihan, M.; Scheiner-Bobis, G. Non-classical testosterone signaling mediated through ZIP9 stimulates
claudin expression and tight junction formation in Sertoli cells. Cell. Signal. 2016, 28, 1075–1085. [CrossRef]
7. Shihan, M.; Chan, K.H.; Konrad, L.; Scheiner-Bobis, G. Non-classical testosterone signaling in spermatogenic GC-2 cells is
mediated through ZIP9 interacting with Gnα11. Cell. Signal. 2015, 27, 2077–2086. [CrossRef] [PubMed]
Molecules 2021, 26, 1613 20 of 24
8. Thomas, P.; Converse, A.; Berg, H.A. ZIP9, a novel membrane androgen receptor and zinc transporter protein. Gen. Comp.
Endocrinol. 2018, 257, 130–136. [CrossRef]
9. Thomas, P.; Pang, Y.; Dong, J.; Berg, A.H. Identification and characterization of membrane androgen receptors in the ZIP9 zinc
transporter subfamily: II. Role of human ZIP9 in testosterone-induced prostate and breast cancer cell apoptosis. Endocrinology
2014, 155, 4250–4265. [CrossRef] [PubMed]
10. Clemmensen, C.; Smajilovic, S.; Wellendorph, P.; Bräuner-Osborne, H. The GPCR, class C, group 6, subtype A (GPRC6A) receptor:
From cloning to physiological function. Br. J. Pharmacol. 2014, 171, 1129–1141. [CrossRef] [PubMed]
11. Ye, R.; Pi, M.; Cox, J.V.; Nishimoto, S.K.; Quarles, L.D. CRISPR/Cas9 targeting of GPRC6A suppresses prostate cancer tumorigen-
esis in a human xenograft model. J. Exp. Clin. Cancer Res. 2017, 36, 90. [CrossRef] [PubMed]
12. Pi, M.; Quarles, L.D. Multiligand specificity and wide tissue expression of GPRC6A reveals new endocrine networks. Endocrinology
2012, 153, 2062–2069. [CrossRef]
13. Pi, M.; Wu, Y.; Quarles, L.D. GPRC6A mediates responses to osteocalcin in β-cells in vitro and pancreas in vivo. J. Bone. Miner.
Res. 2011, 26, 1680–1683. [CrossRef]
14. Pi, M.; Kapoor, K.; Wu, Y.; Ye, R.; Senogles, S.E.; Nishimoto, S.K.; Hwang, D.J.; Miller, D.D.; Narayanan, R.; Smith, J.C.; et al.
Structural and functional evidence for testosterone activation of GPRC6A in peripheral tissues. Mol. Endocrinol. 2015, 29,
1759–1773. [CrossRef]
15. Rueda, P.; Harley, E.; Lu, Y.; Stewart, G.D.; Fabb, S.; Diepenhorst, N.; Cremers, B.; Rouillon, M.H.; Wehrle, I.; Geant, A.; et al.
Murine GPRC6A mediates cellular responses to L-amino acids, but not osteocalcin variants. PLoS ONE 2016, 11, e0146846.
[CrossRef]
16. Grant, G.E.; Rokach, J.; Powell, W.S. 5-Oxo-ETE and the OXE receptor. Prostaglandins. Other. Lipid. Mediat. 2009, 89, 98–104.
[CrossRef]
17. Gupta, S.; Srivastava, M.; Ahmad, N.; Sakamoto, K.; Bostwick, D.G.; Mukhtar, H. Lipoxygenase-5 is overexpressed in prostate
adenocarcinoma. Cancer 2001, 91, 737–743. [CrossRef]
18. Jones, C.E.; Holden, S.; Tenaillon, L.; Bhatia, U.; Seuwen, K.; Tranter, P.; Turner, J.; Kettle, R.; Bouhelal, R.; Charlton, S.; et al.
Expression and characterization of a 5-oxo-6E,8Z,11Z,14Z-eicosatetraenoic acid receptor highly expressed on human eosinophils
and neutrophils. Mol. Pharmacol. 2003, 63, 471–477. [CrossRef]
19. Sarveswaran, S.; Ghosh, J. OXER1, a G protein-coupled oxoeicosatetraenoid receptor, mediates the survival-promoting effects of
arachidonate 5-lipoxygenase in prostate cancer cells. Cancer Lett. 2013, 336, 185–195. [CrossRef]
20. Dattilo, M.; Neuman, I.; Muñoz, M.; Maloberti, P.; Cornejo Maciel, F. OxeR1 regulates angiotensin II and cAMP-stimulated steroid
production in human H295R adrenocortical cells. Mol. Cell. Endocrinol. 2015, 408, 38–44. [CrossRef]
21. Kalyvianaki, K.; Gebhart, V.; Peroulis, N.; Panagiotopoulou, C.; Kiagiadaki, F.; Pediaditakis, I.; Aivaliotis, M.; Moustou, E.; Tzardi,
M.; Notas, G.; et al. Antagonizing effects of membrane-Acting androgens on the eicosanoid receptor OXER1 in prostate cancer.
Sci. Rep. 2017, 7, 44418. [CrossRef]
22. Stepniewski, T.M.; Torrens-Fontanals, M.; Rodríguez-Espigares, I.; Giorgino, T.; Primdahl, K.G.; Vik, A.; Stenstrøm, Y.; Selent,
J.; Hansen, T.V. Synthesis, molecular modelling studies and biological evaluation of new oxoeicosanoid receptor 1 agonists.
Bioorganic Med. Chem. 2018, 26, 3580–3587. [CrossRef]
23. Blättermann, S.; Peters, L.; Ottersbach, P.A.; Bock, A.; Konya, V.; Weaver, C.D.; Gonzalez, A.; Schröder, R.; Tyagi, R.; Luschnig,
P.; et al. A biased ligand for OXE-R uncouples Gα and Gβγ signaling within a heterotrimer. Nat. Chem. Biol. 2012, 8, 631–638.
[CrossRef]
24. Zhang, L.; Barritt, G.J. Evidence that TRPM8 is an androgen-dependent Ca2+ channel required for the survival of prostate cancer
cells. Cancer. Res. 2004, 64, 8365–8373. [CrossRef]
25. Wang, Y.; Wang, X.; Yang, Z.; Zhu, G.; Chen, D.; Meng, Z. Menthol inhibits the proliferation and motility of prostate cancer DU145
cells. Pathol. Oncol. Res. 2012, 18, 903–910. [CrossRef]
26. Tsavaler, L.; Shapero, M.H.; Morkowski, S.; Laus, R. Trp-p8, a novel prostate-specific gene, is up-regulated in prostate cancer and
other malignancies and shares high homology with transient receptor potential calcium channel proteins. Cancer. Res. 2001, 61,
3760–3769. [PubMed]
27. Henshall, S.M.; Afar, D.E.H.; Hiller, J.; Horvath, L.G.; Quinn, D.I.; Rasiah, K.K.; Gish, K.; Willhite, D.; Kench, J.G.; Gardiner-
Garden, M.; et al. Survival analysis of genome-wide gene expression profiles of prostate cancers identifies new prognostic targets
of disease relapse. Cancer. Res. 2003, 63, 4196–4203.
28. Noyer, L.; Grolez, G.P.; Prevarskaya, N.; Gkika, D.; Lemonnier, L. TRPM8 and prostate: A cold case? Pflugers. Arch. Eur. J. Physiol.
2018, 470, 1419–1429. [CrossRef]
29. Yee, N.S. Roles of TRPM8 ion channels in cancer: Proliferation, survival, and invasion. Cancers. 2015, 7, 2134–2146. [CrossRef]
30. Asuthkar, S.; Demirkhanyan, L.; Sun, X.; Elustondo, P.A.; Krishnan, V.; Baskaran, P.; Velpula, K.K.; Thyagarajan, B.; Pavlov, E.V.;
Zakharian, E. The TRPM8 protein is a testosterone receptor: II. Functional evidence for an ionotropic effect of testosterone on
TRPM8. J. Biol. Chem. 2015, 290, 2670–2688. [CrossRef] [PubMed]
31. Asuthkar, S.; Elustondo, P.A.; Demirkhanyan, L.; Sun, X.; Baskaran, P.; Velpula, K.K.; Thyagarajan, B.; Pavlov, E.V.; Zakharian, E.
The TRPM8 protein is a testosterone receptor: I. Biochemical evidence for direct TRPM8-testosterone interactions. J. Biol. Chem.
2015, 290, 2659–2669. [CrossRef]
Molecules 2021, 26, 1613 21 of 24
32. Clark, J.; Peck, E.J. Steroid receptor characterization and measurement. In Female Sex Steroids: Monographs in Endocrinology;
Springer: New York, NY, USA, 1980; pp. 4–36.
33. Pandey, D.P.; Lappano, R.; Albanito, L.; Madeo, A.; Maggiolini, M.; Picard, D. Estrogenic GPR30 signalling induces proliferation
and migration of breast cancer cells through CTGF. EMBO J. 2009, 28, 523–532. [CrossRef] [PubMed]
34. Lappano, R.; Pisano, A.; Maggiolini, M. GPER function in breast cancer: An overview. Front. Endocrinol. (Lausanne) 2014, 5, 66.
[CrossRef]
35. Marjon, N.A.; Hu, C.; Hathaway, H.J.; Prossnitz, E.R. G protein-coupled estrogen receptor regulates mammary tumorigenesis and
metastasis. Mol. Cancer Res. 2014, 12, 1644–1654. [CrossRef]
36. Filardo, E.J.; Graeber, C.T.; Quinn, J.A.; Resnick, M.B.; Giri, D.; DeLellis, R.A.; Steinhoff, M.M.; Sabo, E. Distribution of GPR30, a
seven membrane-spanning estrogen receptor, in primary breast cancer and its association with clinicopathologic determinants of
tumor progression. Clin. Cancer Res. 2006, 12, 6359–6366. [CrossRef]
37. Smith, H.O.; Arias-Pulido, H.; Kuo, D.Y.; Howard, T.; Qualls, C.R.; Lee, S.J.; Verschraegen, C.F.; Hathaway, H.J.; Joste, N.E.;
Prossnitz, E.R. GPR30 predicts poor survival for ovarian cancer. Gynecol. Oncol. 2009, 114, 465–471. [CrossRef] [PubMed]
38. Talia, M.; De Francesco, E.; Rigiracciolo, D.; Muoio, M.; Muglia, L.; Belfiore, A.; Maggiolini, M.; Sims, A.; Lappano, R. The G
Protein-Coupled Estrogen Receptor (GPER) Expression Correlates with Pro-Metastatic Pathways in ER-Negative Breast Cancer:
A Bioinformatics Analysis. Cells 2020, 9, 622. [CrossRef]
39. Luo, J.; Liu, D. Does GPER Really Function as a G Protein-Coupled Estrogen Receptor in vivo? Front. Endocrinol. (Lausanne) 2020,
11, 148. [CrossRef]
40. Revankar, C.M.; Cimino, D.F.; Sklar, L.A.; Arterburn, J.B.; Prossnitz, E.R. A transmembrane intracellular estrogen receptor
mediates rapid cell signaling. Science 2005, 307, 1625–1630. [CrossRef]
41. Thomas, P.; Pang, Y.; Filardo, E.J.; Dong, J. Identity of an estrogen membrane receptor coupled to a G protein in human breast
cancer cells. Endocrinology 2005, 146, 624–632. [CrossRef] [PubMed]
42. Kuiper, G.G.J.M.; Carlsson, B.; Grandien, K.; Enmark, E.; Häggblad, J.; Nilsson, S.; Gustafsson, J.Å. Comparison of the ligand
binding specificity and transcript tissue distribution of estrogen receptors and α and β. Endocrinology 1997, 138, 863–870.
[CrossRef] [PubMed]
43. Vivacqua, A.; Bonofiglio, D.; Recchia, A.G.; Musti, A.M.; Picard, D.; Andò, S.; Maggiolini, M. The G protein-coupled receptor
GPR30 mediates the proliferative effects induced by 17β-estradiol and hydroxytamoxifen in endometrial cancer cells. Mol.
Endocrinol. 2006, 20, 631–646. [CrossRef] [PubMed]
44. Petrie, W.K.; Dennis, M.K.; Hu, C.; Dai, D.; Arterburn, J.B.; Smith, H.O.; Hathaway, H.J.; Prossnitz, E.R. G Protein-Coupled
Estrogen Receptor-Selective Ligands Modulate Endometrial Tumor Growth. Obstet. Gynecol. Int. 2013, 2013, 472720. [CrossRef]
45. Dong, S.; Terasaka, S.; Kiyama, R. Bisphenol A induces a rapid activation of Erk1/2 through GPR30 in human breast cancer cells.
Environ. Pollut. 2011, 159, 212–218. [CrossRef]
46. Vivacqua, A.; Bonofiglio, D.; Albanito, L.; Madeo, A.; Rago, V.; Carpino, A.; Musti, A.M.; Picard, D.; Andò, S.; Maggiolini, M.
17β-Estradiol, genistein, and 4-hydroxytamoxifen induce the proliferation of thyroid cancer cells through the G protein-coupled
receptor GPR30. Mol. Pharmacol. 2006, 70, 1414–1423. [CrossRef]
47. Luo, J.; Wang, A.; Zhen, W.; Wang, Y.; Si, H.; Jia, Z.; Alkhalidy, H.; Cheng, Z.; Gilbert, E.; Xu, B.; et al. Phytonutrient genistein is a
survival factor for pancreatic β-cells via GPR30-mediated mechanism. J. Nutr. Biochem. 2018, 58, 59–70. [CrossRef] [PubMed]
48. Maggiolini, M.; Vivacqua, A.; Fasanella, G.; Recchia, A.G.; Sisci, D.; Pezzi, V.; Montanaro, D.; Musti, A.M.; Picard, D.; Andò, S.
The G protein-coupled receptor GPR30 Mediates c-fos up-regulation by 17β-estradiol and phytoestrogens in breast cancer cells. J.
Biol. Chem. 2004, 279, 27008–27016. [CrossRef]
49. Dong, W.H.; Chen, J.C.; He, Y.L.; Xu, J.J.; Mei, Y.A. Resveratrol inhibits Kv2.2 currents through the estrogen receptor GPR30-
mediated PKC pathway. Am. J. Physiol. Cell. Physiol. 2013, 305, C547–C557. [CrossRef]
50. Grande, F.; Occhiuzzi, M.A.; Lappano, R.; Cirillo, F.; Guzzi, R.; Garofalo, A.; Jacquot, Y.; Maggiolini, M.; Rizzuti, B. Computational
approaches for the discovery of gper targeting compounds. Front. Endocrinol. (Lausanne) 2020, 11, 517. [CrossRef]
51. Kurzer, M.S.; Xu, X. Dietary phytoestrogens. Annu. Rev. Nutr. 1997, 17, 353–381. [CrossRef]
52. Branca, F.; Lorenzetti, S. Health Effects of Phytoestrogens. Diet Diversif. Heal. Promot. 2005, 57, 100–111.
53. Domínguez-López, I.; Yago-Aragón, M.; Salas-Huetos, A.; Tresserra-Rimbau, A.; Hurtado-Barroso, S. Effects of dietary phytoe-
strogens on hormones throughout a human lifespan: A review. Nutrients 2020, 12, 2456. [CrossRef]
54. Yildiz, F. Phytoestrogens in Functional Foods; CRC Press Taylor & Francis Ltd.: New York, NY, USA, 2005.
55. Maggiolini, M.; Vivacqua, A.; Carpino, A.; Bonofiglio, D.; Fasanella, G.; Salerno, M.; Picard, D.; Andó, S. The mutant androgen
receptor T877A mediates the proliferative but not the cytotoxic dose-dependent effects of genistein and quercetin on human
LNCaP prostate cancer cells. Mol. Pharmacol. 2002, 62, 1027–1035. [CrossRef]
56. Smeriglio, A.; Trombetta, D.; Marcoccia, D.; Narciso, L.; Mantovani, A.; Lorenzetti, S. Intracellular Distribution and Biological
Effects of Phytochemicals in a Sex Steroid- Sensitive Model of Human Prostate Adenocarcinoma. Anticancer. Agents. Med. Chem.
2014, 14, 1386–1396. [CrossRef]
57. Duke, C.B.; Jones, A.; Bohl, C.E.; Dalton, J.T.; Miller, D.D. Unexpected binding orientation of bulky-B-ring anti-androgens and
implications for future drug targets. J. Med. Chem. 2011, 54, 3973–3976. [CrossRef] [PubMed]
58. Levin, E.R. Minireview: Extranuclear steroid receptors: Roles in modulation of cell functions. Mol. Endocrinol. 2011, 25, 377–384.
[CrossRef] [PubMed]
Molecules 2021, 26, 1613 22 of 24
59. Norman, A.W.; Mizwicki, M.T.; Norman, D.P.G. Steroid-hormone rapid actions, membrane receptors and a conformational
ensemble model. Nat. Rev. Drug Discov. 2004, 3, 27–41. [CrossRef]
60. Rahman, F.; Christian, H.C. Non-classical actions of testosterone: An update. Trends Endocrinol. Metab. 2007, 18, 371–378.
[CrossRef] [PubMed]
61. Taheri, M.; Shoorei, H.; Dinger, M.E.; Ghafouri-Fard, S. Perspectives on the role of non-coding rnas in the regulation of expression
and function of the estrogen receptor. Cancers 2020, 12, 2162. [CrossRef]
62. Bhhatarai, B.; Wilson, D.M.; Price, P.S.; Marty, S.; Parks, A.K.; Carney, E. Evaluation of OASIS QSAR models using ToxcastTM
in vitro estrogen and androgen receptor binding data and application in an integrated endocrine screening approach. Environ.
Health Perspect. 2016, 124, 1453–1461. [CrossRef]
63. Zhou, X.E.; Suino-Powell, K.M.; Li, J.; He, Y.; MacKeigan, J.P.; Melcher, K.; Yong, E.L.; Xu, H.E. Identification of SRC3/AIB1 as a
preferred coactivator for hormone-activated androgen receptor. J. Biol. Chem. 2010, 285, 9161–9171. [CrossRef] [PubMed]
64. Sack, J.S.; Kish, K.F.; Wang, C.; Attar, R.M.; Kiefer, S.E.; An, Y.; Wu, G.Y.; Scheffler, J.E.; Salvati, M.E.; Krystek, J.; et al.
Crystallographic structures of the ligand-binding domains of the androgen receptor and its T877A mutant complexed with the
natural agonist dihydrotestosterone. Proc. Natl. Acad. Sci. USA 2001, 98, 4904–4909. [CrossRef]
65. Sakkiah, S.; Kusko, R.; Pan, B.; Guo, W.; Ge, W.; Tong, W.; Hong, H. Structural changes due to antagonist binding in ligand binding
pocket of androgen receptor elucidated through molecular dynamics simulations. Front. Pharmacol. 2018, 9, 492. [CrossRef]
[PubMed]
66. Osguthorpe, D.J.; Hagler, A.T. Mechanism of androgen receptor antagonism by bicalutamide in the treatment of prostate cancer.
Biochemistry 2011, 50, 4105–4113. [CrossRef]
67. Hsu, C.L.; Liu, J.S.; Wu, P.L.; Guan, H.H.; Chen, Y.L.; Lin, A.C.; Ting, H.J.; Pang, S.T.; Yeh, S.D.; Ma, W.L.; et al. Identification of a
new androgen receptor (AR) co-regulator BUD31 and related peptides to suppress wild-type and mutated AR-mediated prostate
cancer growth via peptide screening and X-ray structure analysis. Mol. Oncol. 2014, 8, 1575–1587. [CrossRef]
68. Lack, N.A.; Axerio-Cilies, P.; Tavassoli, P.; Han, F.Q.; Chan, K.H.; Feau, C.; LeBlanc, E.; Guns, E.T.; Guy, R.K.; Rennie, P.S.; et al.
Targeting the binding function 3 (BF3) site of the human androgen receptor through virtual screening. J. Med. Chem. 2011, 54,
8563–8573. [CrossRef]
69. Axerio-Cilies, P.; Lack, N.A.; Nayana, M.R.S.; Chan, K.H.; Yeung, A.; Leblanc, E.; Guns, E.S.T.; Rennie, P.S.; Cherkasov, A.
Inhibitors of androgen receptor activation function-2 (AF2) site identified through virtual screening. J. Med. Chem. 2011, 54,
6197–6205. [CrossRef]
70. Gunther, J.R.; Parent, A.A.; Katzenellenbogen, J.A. Alternative inhibition of androgen receptor signaling: Peptidomimetic
pyrimidines as direct androgen receptor/coactivator disruptors. ACS Chem. Biol. 2009, 4, 435–440. [CrossRef] [PubMed]
71. Joseph, J.D.; Wittmann, B.M.; Dwyer, M.A.; Cui, H.; Dye, D.A.; McDonnell, D.P.; Norris, J.D. Inhibition of prostate cancer cell
growth by second-site androgen receptor antagonists. Proc. Natl. Acad. Sci. USA 2009, 106, 12178–12183. [CrossRef]
72. Delfosse, V.; Grimaldi, M.; Pons, J.-L.; Boulahtouf, A.; le Maire, A.; Cavailles, V.; Labesse, G.; Bourguet, W.; Balaguer, P. Structural
and mechanistic insights into bisphenols action provide guidelines for risk assessment and discovery of bisphenol A substitutes.
Proc. Natl. Acad. Sci. USA 2012, 109, 14930–14935. [CrossRef]
73. Chen, F.; Knecht, K.; Birzin, E.; Fisher, J.; Wilkinson, H.; Mojena, M.; Moreno, C.T.; Schmidt, A.; Harada, S.I.; Freedman, L.P.; et al.
Direct agonist/antagonist functions of dehydroepiandrosterone. Endocrinology 2005, 146, 4568–4576. [CrossRef] [PubMed]
74. Arnold, J.T.; Liu, X.; Allen, J.D.; Le, H.; McFann, K.K.; Blackman, M.R. Androgen receptor or estrogen receptor-β blockade alters
DHEA-, DHT-, and E2-induced proliferation and PSA production in human prostate cancer cells. Prostate 2007, 67, 1152–1162.
[CrossRef] [PubMed]
75. Chen, Z.; Katzenellenbogen, B.S.; Katzenellenbogen, J.A.; Zhao, H. Directed evolution of human estrogen receptor variants with
significantly enhanced androgen specificity and affinity. J. Biol. Chem. 2004, 279, 33855–33864. [CrossRef] [PubMed]
76. Lopes, C.; Madureira, T.V.; Gonçalves, J.F.; Rocha, E. Disruption of classical estrogenic targets in brown trout primary hepatocytes
by the model androgens testosterone and dihydrotestosterone. Aquat. Toxicol. 2020, 227, 105586. [CrossRef] [PubMed]
77. Manas, E.S.; Xu, Z.B.; Unwalla, R.J.; Somers, W.S. Understanding the selectivity of genistein for human estrogen receptor-β using
X-ray crystallography and computational methods. Structure 2004, 12, 2197–2207. [CrossRef]
78. Nettles, K.W.; Bruning, J.B.; Gil, G.; Nowak, J.; Sharma, S.K.; Hahm, J.B.; Kulp, K.; Hochberg, R.B.; Zhou, H.; Katzenellenbogen,
J.A.; et al. NFκB selectivity of estrogen receptor ligands revealed by comparative crystallographic analyses. Nat. Chem. Biol. 2008,
4, 241–247. [CrossRef]
79. Nwachukwu, J.C.; Srinivasan, S.; Bruno, N.E.; Parent, A.A.; Hughes, T.S.; Pollock, J.A.; Gjyshi, O.; Cavett, V.; Nowak, J.; Garcia-
Ordonez, R.D.; et al. Resveratrol modulates the inflammatory response via an estrogen receptor-signal integration network. Elife
2014, 3, e02057. [CrossRef]
80. Huss, J.M.; Garbacz, W.G.; Xie, W. Constitutive activities of estrogen-related receptors: Transcriptional regulation of metabolism
by the ERR pathways in health and disease. Biochim. Biophys. Acta (BBA)-Mol. Basis. Dis. 2015, 1852, 1912–1927. [CrossRef]
[PubMed]
81. Greschik, H.; Althage, M.; Flaig, R.; Sato, Y.; Chavant, V.; Peluso-Iltis, C.; Choulier, L.; Cronet, P.; Rochel, N.; Schüle, R.
Communication between the ERRα homodimer interface and the PGC-1α binding surface via the helix 8–9 loop. J. Biol. Chem.
2008, 283, 20220–20230. [CrossRef] [PubMed]
Molecules 2021, 26, 1613 23 of 24
82. Chen, S.; Zhou, D.; Yang, C.; Sherman, M. Molecular Basis for the Constitutive Activity of Estrogen-related Receptor α-1. J. Biol.
Chem. 2001, 276, 28465–28470. [CrossRef]
83. Kallen, J.; Schlaeppi, J.-M.; Bitsch, F.; Filipuzzi, I.; Schilb, A.; Riou, V.; Graham, A.; Strauss, A.; Geiser, M.; Fournier, B. Evidence for
ligand-independent transcriptional activation of the human estrogen-related receptor α (ERRα) crystal structure of ERRα ligand
binding domain in complex with peroxisome proliferator-activated receptor coactivator-1α. J. Biol. Chem. 2004, 279, 49330–49337.
[CrossRef] [PubMed]
84. Yao, B.; Zhang, S.; Wei, Y.; Tian, S.; Lu, Z.; Jin, L.; He, Y.; Xie, W.; Li, Y. Structural Insights into the Specificity of Ligand Binding
and Coactivator Assembly by Estrogen-Related Receptor β. J. Mol. Biol. 2020, 432, 5460–5472. [CrossRef] [PubMed]
85. Matsushima, A.; Kakuta, Y.; Teramoto, T.; Koshiba, T.; Liu, X.; Okada, H.; Tokunaga, T.; Kawabata, S.-I.; Kimura, M.; Shimohigashi,
Y. Structural evidence for endocrine disruptor bisphenol A binding to human nuclear receptor ERR gamma. J. Biochem. 2007, 142,
517–524. [CrossRef]
86. Teng, C.T.; Hsieh, J.H.; Zhao, J.; Huang, R.; Xia, M.; Martin, N.; Gao, X.; Dixon, D.; Auerbach, S.S.; Witt, K.L.; et al. Development
of Novel Cell Lines for High-Throughput Screening to Detect Estrogen-Related Receptor Alpha Modulators. SLAS Discov. 2017,
22, 2017. [CrossRef]
87. Suetsugi, M.; Su, L.; Karlsberg, K.; Yuan, Y.C.; Chen, S. Flavone and Isoflavone Phytoestrogens Are Agonists of Estrogen-Related
Receptors. Mol. Cancer. Res. 2003, 1, 981–991. [PubMed]
88. Wang, J.; Fang, F.; Huang, Z.; Wang, Y.; Wong, C. Kaempferol is an estrogen-related receptor α and γ inverse agonist. FEBS Lett.
2009, 583, 1873–3468. [CrossRef] [PubMed]
89. Zhang, T.; Liu, J.; Fellner, M.; Zhang, C.; Sui, D.; Hu, J. Crystal structures of a ZIP zinc transporter reveal a binuclear metal center
in the transport pathway. Sci. Adv. 2017, 3, e1700344. [CrossRef] [PubMed]
90. Koehl, A.; Hu, H.; Feng, D.; Sun, B.; Zhang, Y.; Robertson, M.J.; Chu, M.; Kobilka, T.S.; Laermans, T.; Steyaert, J.; et al. Structural
insights into the activation of metabotropic glutamate receptors. Nature 2019, 566, 79–84. [CrossRef]
91. Acher, F.C.; Bertrand, H.O. Amino acid recognition by venus flytrap domains is encoded in an 8-residue motif. Biopolym. Pept.
Sci. Sect. 2005, 80, 357–366. [CrossRef] [PubMed]
92. Yin, Y.; Le, S.C.; Hsu, A.L.; Borgnia, M.J.; Yang, H.; Lee, S.Y. Structural basis of cooling agent and lipid sensing by the cold-activated
TRPM8 channel. Science 2019, 363, 1–9. [CrossRef]
93. Diver, M.M.; Cheng, Y.; Julius, D. Structural insights into TRPM8 inhibition and desensitization. Science 2019, 365, 1434–1440.
[CrossRef]
94. Méndez-Luna, D.; Martínez-Archundia, M.; Maroun, R.C.; Ceballos-Reyes, G.; Fragoso-Vázquez, M.J.; González-Juárez, D.E.;
Correa-Basurto, J. Deciphering the GPER/GPR30-agonist and antagonists interactions using molecular modeling studies,
molecular dynamics, and docking simulations. J. Biomol. Struct. Dyn. 2015, 33, 2161–2172. [CrossRef] [PubMed]
95. Cirillo, F.; Lappano, R.; Bruno, L.; Rizzuti, B.; Grande, F.; Guzzi, R.; Briguori, S.; Miglietta, A.M.; Nakajima, M.; Di Martino,
M.T.; et al. AHR and GPER mediate the stimulatory effects induced by 3-methylcholanthrene in breast cancer cells and cancer-
associated fibroblasts (CAFs). J. Exp. Clin. Cancer. Res. 2019, 38, 335. [CrossRef]
96. Bruno, A.; Aiello, F.; Costantino, G.; Radi, M. Homology Modeling, Validation and Dynamics of the G Protein-coupled Estrogen
Receptor 1 (GPER-1). Mol. Inform. 2016, 35, 1–8. [CrossRef] [PubMed]
97. Aiello, F.; Carullo, G.; Giordano, F.; Spina, E.; Nigro, A.; Garofalo, A.; Tassini, S.; Costantino, G.; Vincetti, P.; Bruno, A.; et al.
Identification of Breast Cancer Inhibitors Specific for G Protein-Coupled Estrogen Receptor (GPER)-Expressing Cells. Chem. Med.
Chem. 2017, 12, 1279–1285. [CrossRef]
98. Wu, B.; Chien, E.Y.T.; Mol, C.D.; Fenalti, G.; Liu, W.; Katritch, V.; Abagyan, R.; Brooun, A.; Wells, P.; Bi, F.C.; et al. Structures of the
CXCR4 chemokine GPCR with small-molecule and cyclic peptide antagonists. Science 2010, 330, 1066–1071. [CrossRef] [PubMed]
99. Khan, S.U.; Ahemad, N.; Chuah, L.H.; Naidu, R.; Htar, T.T. Sequential ligand- and structure-based virtual screening approach for
the identification of potential G protein-coupled estrogen receptor-1 (GPER-1) modulators. RSC Adv. 2019, 9, 2525. [CrossRef]
100. Chen, F.P.; Chien, M.H. Effects of phytoestrogens on the activity and growth of primary breast cancer cells ex vivo. J. Obstet.
Gynaecol. Res. 2019, 45, 1352–1362. [CrossRef]
101. He, F.J.; Chen, J.Q. Consumption of soybean, soy foods, soy isoflavones and breast cancer incidence: Differences between Chinese
women and women in Western countries and possible mechanisms. Food Sci. Hum. Wellness. 2013, 2, 146–161. [CrossRef]
102. Wang, H.; Li, J.; Gao, Y.; Xu, Y.; Pan, Y.; Tsuji, I.; Sun, Z.J.; Li, X.M. Xeno-oestrogens and phyto-oestrogens are alternative ligands
for the androgen receptor. Asian J. Androl. 2010, 12, 535–547. [CrossRef] [PubMed]
103. Khan, N.; Asim, M.; Afaq, F.; Zaid, M.A.; Mukhtar, H. A novel dietary flavonoid fisetin inhibits androgen receptor signaling and
tumor growth in athymic nude mice. Cancer. Res. 2008, 68, 8555–8563. [CrossRef] [PubMed]
104. Molina, L.; Bustamante, F.A.; Bhoola, K.D.; Figueroa, C.D.; Ehrenfeld, P. Possible role of phytoestrogens in breast cancer via
GPER-1/GPR30 signaling. Clin. Sci. 2018, 132, 2583–2598. [CrossRef]
105. Innocenti, G.; Vegeto, E.; Dall’Acqua, S.; Ciana, P.; Giorgetti, M.; Agradi, E.; Sozzi, A.; Fico, G.; Tomè, F. In vitro estrogenic activity
of Achillea millefolium L. Phytomedicine 2007, 14, 147–152. [CrossRef] [PubMed]
106. Fang, H.; Tong, W.; Branham, W.S.; Moland, C.L.; Dial, S.L.; Hong, H.; Xie, Q.; Perkins, R.; Owens, W.; Sheehan, D.M. Study of 202
Natural, Synthetic, and Environmental Chemicals for Binding to the Androgen Receptor. Chem. Res. Toxicol. 2003, 16, 1338–1358.
[CrossRef] [PubMed]
Molecules 2021, 26, 1613 24 of 24
107. Xing, H.; Chen, M.; Ling, J.; Tan, W.; Gu, J.G. TRPM8 mechanism of cold allodynia after chronic nerve injury. J. Neurosci. 2007, 27,
13680–13690. [CrossRef]
108. Descoeur, J.; Pereira, V.; Pizzoccaro, A.; Francois, A.; Ling, B.; Maffre, V.; Couette, B.; Busserolles, J.; Courteix, C.; Noel, J.; et al.
Oxaliplatin-induced cold hypersensitivity is due to remodelling of ion channel expression in nociceptors. EMBO Mol. Med. 2011,
3, 266–278. [CrossRef] [PubMed]
109. Pi, M.; Kapoor, K.; Ye, R.; Smith, J.C.; Baudry, J.; Quarles, L.D. GPCR6A Is a Molecular Target for the Natural Products Gallate
and EGCG in Green Tea. Mol. Nutr. Food Res. 2018, 62, e1700770. [CrossRef]
110. Sui, Y.; Li, S.; Zhao, Y.; Liu, Q.; Qiao, Y.; Feng, L.; Li, S. Identification of a natural compound, sesamin, as a novel TRPM8
antagonist with inhibitory effects on prostate adenocarcinoma. Fitoterapia 2020, 145, 104631. [CrossRef]
111. Rago, V.; Romeo, F.; Giordano, F.; Ferraro, A.; Carpino, A. Identification of the G protein-coupled estrogen receptor (GPER)
in human prostate: Expression site of the estrogen receptor in the benign and neoplastic gland. Andrology 2016, 4, 121–127.
[CrossRef]
112. Pisolato, R.; Lombardi, A.P.G.; Vicente, C.M.; Lucas, T.F.G.; Lazari, M.F.M.; Porto, C.S. Expression and regulation of the estrogen
receptors in PC-3 human prostate cancer cells. Steroids 2016, 107, 74–86. [CrossRef]
113. Pi, M.; Quarles, L.D. GPRC6A regulates prostate cancer progression. Prostate 2012, 72, 399–409. [CrossRef]
114. Bulldan, A.; Bartsch, J.W.; Konrad, L.; Scheiner-Bobis, G. ZIP9 but not the androgen receptor mediates testosterone-induced
migratory activity of metastatic prostate cancer cells. Biochim. Biophys. Acta Mol. Cell. Res. 2018, 1865, 1857–1868. [CrossRef]
115. Cooke, P.S.; Nanjappa, M.K.; Ko, C.; Prins, G.S.; Hess, R.A. Estrogens in male physiology. Physiol. Rev. 2017, 97, 995–1043.
[CrossRef]
116. Arnold, K.; Bordoli, L.; Kopp, J.; Schwede, T. The SWISS-MODEL workspace: A web-based environment for protein structure
homology modelling. Bioinformatics 2006, 22, 195–201. [CrossRef]
117. Baroni, M.; Cruciani, G.; Sciabola, S.; Perruccio, F.; Mason, J. A common reference framework for analyzing/comparing proteins
and ligands. Fingerprints for Ligands and Proteins (FLAP): Theory and application. J. Chem. Inf. Model. 2007, 47, 279–294.
[CrossRef]
118. Spyrakis, F.; Celenza, G.; Marcoccia, F.; Santucci, M.; Cross, S.; Bellio, P.; Cendron, L.; Perilli, M.; Tondi, D. Structure-based
virtual screening for the discovery of novel inhibitors of New Delhi metallo-β-lactamase-1. ACS Med. Chem. Lett. 2018, 9, 45–50.
[CrossRef] [PubMed]
119. Friesner, R.A.; Banks, J.L.; Murphy, R.B.; Halgren, T.A.; Klicic, J.J.; Mainz, D.T.; Repasky, M.P.; Knoll, E.H.; Shelley, M.; Perry,
J.K.; et al. Glide: A New Approach for Rapid, Accurate Docking and Scoring. 1. Method and Assessment of Docking Accuracy. J.
Med. Chem. 2004, 47, 1739–1749. [CrossRef]
120. Sherman, W.; Beard, H.S.; Farid, R. Use of an induced fit receptor structure in virtual screening. Chem. Biol. Drug. Des. 2006, 67,
83–84. [CrossRef] [PubMed]
121. Jian, L. Soy, Isoflavones and prostate cancer. Mol. Nutr. Food. Res. 2009, 53, 217–226. [CrossRef] [PubMed]
122. Davis, J.N.; Kucuk, O.; Sarkar, F.H. Expression of prostate-specific antigen is transcriptionally regulated by genistein in prostate
cancer cells. Mol. Carcinog. 2002, 34, 91–101. [CrossRef]
123. Zand, R.S.R.; Jenkins, D.J.A.; Brown, T.J.; Diamandis, E.P. Flavonoids can block PSA production by breast and prostate cancer cell
lines. Clin. Chim. Acta 2002, 317, 17–26. [CrossRef]
124. Chen, M.N.; Lin, C.C.; Liu, C.F. Efficacy of phytoestrogens for menopausal symptoms: A meta-analysis and systematic review.
Climacteric 2015, 18, 260–269. [CrossRef]
125. Rowe, I.J.; Baber, R.J. The effects of phytoestrogens on postmenopausal health. Climacteric 2021, 24, 57–63. [CrossRef] [PubMed]
126. Denis, L.; Morton, M.S.; Griffiths, K. Diet and its preventive role in prostatic disease. Eur. Urol. 1999, 35, 377–387. [CrossRef]
127. Kao, P.C.; P’eng, F.K. How to reduce the risk factors of osteoporosis in Asia. Zhonghua Yi Xue Za Zhi (Taipei) 1995, 55, 209–213.
[PubMed]
128. Shukla, S.; MacLennan, G.T.; Flask, C.A.; Fu, P.; Mishra, A.; Resnick, M.I.; Gupta, S. Blockade of β-catenin signaling by plant
flavonoid apigenin suppresses prostate carcinogenesis in TRAMP mice. Cancer. Res. 2007, 67, 6925–6935. [CrossRef] [PubMed]
129. Pendleton, J.M.; Tan, W.W.; Anai, S.; Chang, M.; Hou, W.; Shiverick, K.T.; Rosser, C.J. Phase II trial of isoflavone in prostate-specific
antigen recurrent prostate cancer after previous local therapy. BMC Cancer 2008, 8, 132. [CrossRef]
130. Kwan, W.; Duncan, G.; Van Patten, C.; Liu, M.; Lim, J. A Phase II trial of a soy beverage for subjects without clinical disease with
rising prostate-specific antigen after radical radiation for prostate cancer. Nutr. Cancer 2010, 62, 198–207. [CrossRef]
